: Distribution of reported variants. Variants with a minor allele frequency of <1% (1000 Genomes Project Database and the National Heart, Lung, and Blood Institute Exome Sequencing Project Exome Variant Server) were included in the final report. Plotted above are all reported variants (blue), variants of unknown significance (VUSs; orange), and variants associated with ARNSHL in genes lacking a second causal variant (hence, pathogenic carrier; yellow). Figure S3 : Causative genes vary by ethnicity. Shown are the genetic causes of hearing loss by ethnicity. Pie chart area is proportional to the size of each ethnic group (n).
